. The electrostatic potentials of the protein surfaces were calculated with APBS (v2.1) in Pymol with the default settings. For each Kai protein, only a monomer in the homo-oligomers was shown. The Tau-K18 protein was not shown because its apo structure was not available. The PDB IDs were: 14-3-3, 3RDH; BSA, 3V03; KaiA, 5C5E; KaiB, 1R5P; KaiC, 2GBL. Table S2 . The sequence compositions of the tested proteins could not explain the role of polyamines. (A) The sequence properties of the proteins studied in this work were compared. The parameters were calculated with ProtParam (http://web.expasy.org/protparam/). The sequences of the expressed proteins were used except BSA (Table S2 ). Glu and Asp were considered as negatively charged residues, whereas Arg and Lys were positively charged. 
